yppoR REPORT 




form: 

Application Serial Number: 
Source: 

Date Processed by STIC: 



The Checker Version 3.0 aPPli<^^7J^,^.,^2^^^^^ whether a sequence Hsting s m 
ProSrty Organization (WIPO) Standard f^^S^ ^^^^^.^ ,f checker, and is Y2K- 
,i^,.„..v,n..«and»ne. ^ ^ ^^^^^^^^^^^^^^^ 



Kaw sequence Listing Erro1l.mn.ary 



ERROR DETECTED SUGGESTED CORRECTION 




ATTN: NEW RULES CASES: PLEASE DISREGARD ENGLISH "ALPHA" HEADERS, WHICH WERE INSERTED BY PTO SOFTWARE 



1 Wrapped Nucleics The numberrtext at Ihe end of each line "wrapped" down to the next line. 

This may occur If your file was retrieved In a word processor after creating it. 
Please adjust your right margin to .3, as this will prevent 'Vvrapping". 



RECEIVED 



Wrapped Aminos The amino acid- number Aext at the eod of each line Vrapped " down lo the next line. tiij ft n opQi 

This may occur If your file was retrieved In a word processor after creating It. U LUUt 

Please adjust your right margin to .3. as this will prevent Vrapping". 



3 Incor/ect Line Length The rules require that a line not exceed 72 characters in length. This includes spaces, 

4 Misaligned Amino Acid The numt>ering under each 5th amino acid Is misaligned. This may be caused by the'use of tabs 

Numbering between the numbering. It is recommended to delete any tabs and use spacingTetvJ^ea the numbers. 

5 Non-ASCII This file was not saved in ASCII (DOS) text, as required by the Sequence Rules. 

Please ensure your subsequent submission is saved in ASCII text so that it can be processed. 

6 Variable Length Sequence(s) contain n's or Xaa's which represented more than one residue. 

As per the rules, each n or Xaa can only represent a single residue. 

Please present the maximum number of each residue having variable length and 

indicate in the (ix) feature section that some may be missing. 



Patentin ver. 2.0 "bug" 



A "bug" in Patentin version 2.0 has caused the <220>-<223> section to be missing from amino acid 

sequencers) . Normally. Patentin would automatically generate this section from the^ 

previously coded nucleic acid sequence. Please manually copy the relevant <220>-<223> section 
to the subsequent amino acid sequence. This applies primarily to the mandatory <220>-<223> 
sections for Artificial or Unknown sequences. ^ 



Skipped Sequences 
(OLD RULES) 



Sequence(s) missing. If intentional, please use the following format for each skipped sequence: 

(2) INFORMATION FOR SEQ ID NO:X: 

(i) SEQUENCE CHARACTERlSTICS:(Do not insert any headings under "SEQUENCE CHARACTERISTICS") 
(xi) SEQUENCE DESCRIPTION:SEQ ID NO:X: 
This sequence is intentionally skipped 



Please also adjust the "(iii) NUMBER OF SEQUENCES:" response to include the skipped sequence(s). 



Skipped Sequences 
(NEW RULES) 



Sequence(s) missing. If intentional, please use the following formal for each skipped sequence. 

<210> sequence id number 
<400> sequence id number 
000 



10 Use of n*s'or Xaa's Use of n's and/or J(aa*s have been detected in the Sequence Listing. 

(NEW f?llLft)' Use of <220> to <223> is MANDATORY if n's or Xaa's are present. 

In <220> to <223> section, please explain location of n or Xaa. and which residue n or Xaa represents. 



11 



12 



J 



Use of <213>Organism 
(NEW RULES) 

Use of <220>Feature 
(NEW RULES) 



Sequence(s) _ 



_ are missing this mandatory field or its response. 



/-V 

Sequence(s) are missing the <220>Feature and associated headings. 

Use of <220> to <223> is MANDATORY if <213>0RGAN1SM is "Artificiar or "Unknown" ^^^-J'' ' 

Please explain source of genetic material in <220> to <223> section. 

(See "Federal Register," 6/01/98, Vol. 63', No. 104, pp. 29631-32) (Sec. 1.823 of new Rules) 



13 



Patentin ver. 2.0 "bug" 



Please do not use "Copy to Disk" function of Patentin version 2,0. This causes a corrupted 
"fire'TeTOIling in missing mandatory numeric identifiers and responses (as indicated on raw sequence listing). 
Instead, please use "File Manager^ or any other means lo copy file lo floppy disk. 



AKS-Biotechnology Systems Branch- 5/15/99 



t^age 1 OT 4 



1653 



RAW SEQUENCE LISTING UATK: 12/2J1/20U0 

PA'rfcM7 APPIJCAJION: US/09/3 8 3 , 7 8 9A 'flMK: ()b:Ub:47 

Input- St't : A:\X-l20l3.txt 

OuNpuL Set: N:\CRF3\i2 2 82 0 00\I3 8 3 7 89A.raw 



3 <110> APPIJCANT: Huqhes, Beiij^Jmiri 

4 VhAl'f, Hon did 

6 <]20> TTTLR OP INVl^MTION : METfiOD FOR APMl K I STKR f HG INSULINOTKOPTC PEPTIDES 
8 1 3 0> Ft Lii \U:i llHLHCh : X - 1 2 0 1 3 \ ^ X 

10 <14U> CURRENT APPLICA'I LOW NUMBLR : 09/3^3, 789A ^ 

11 <14i> C^;RRf:^3T FILTMG date: .1909-08-20 

13 <150> PRIOR APPLTCATTON NUMBER: US b0/0yb27 3 

14 <151> PRIOR FILING DATC: 199B-08-28 
10 --.ItO;- prior APPLICATION NUMBER; US 60/100012 
'17 <151> prior filing DATE: 1998-09-11 

19 <10 0^ NUMBER OF SEQ ID NOS : 1 
21 •^170> SOFTWARE: PatentiTn Vi^r^iou 3. 
2 3 <.210> SEQ ID NO: 1 
21 <"211> LENGTH: 2 9 
25 N.2.12> TYPE: PPT 

20 - :2 1 3 > ORGAN I SM :( Ar t i f i c ia 1 /U n k n ovniy 

28 <220> FEATURE: 

29 <221> NAME /KEY: PEPTIDE 

30 <222> LOCATION: (I) . . ( I } 

31 v.22 3> OTHER INFORMATION: X at posiLioii ] is Ala, Gly. Va 1 , Thr, lie and alpha -me thy 1 -Ala . 

34 <22 0> FEATURE: / 

35 <^21> NAME/KEY: PEPTIDE > /- 
3b <222> LOCATION: (14).. (14) 

37 v223> OTHER INFORMATION: X aL posi.Lloa 14 Is Glu, Gin, Ala, Thr, Scr and Gly 
4 0 <22 0> FEATURE: 

4 1 <221> NAME/KEY: PEPTIDE ^ 

42 -;.222> LOCATION; (20).. (20) 

43 <223> OTHER INFORMATION: X at posiLioit 20 i.s Glu, Gin, Ala, Thr, Ser and Gly 
46 <4fl13> SEQUblNCE: 1 ^ 

4 8 Xaa Glu Gly Thr Phe Thr Ser Asp Val Ser Ser Tyr Leu Xaa Gly Gin 
49 1 5 10 15 

51 Ala Ala Lys Xaa Phe He Ala Trp Leu Val Lys Gly Arg 

52 20 25 

-)4 <210> SEQ rO NO: 2 f y] ^ J j^T^^^^y^ 

5 5 <2\\> r,ENGTH: 29 

56 <212> TYPF:: PRT 

57 ^ 2 1 3 > 0 RG A N J S l/^ Artificial /U n k n o\. 
S9 <220> FEATURE: 




60 <221> MAHE/KEY: PEPTIDF 

61 ■:222> LOCATION: (28).. (28) 

62 ■-.22.3> OTHER IMFORHAI ION : X at position 28 is I.ys 
65 <220> FEATURE: 
fifj <221> NAMfyKK.y: PEPTILlE 

67 ■v222> LOCATION: (29 ).. (29) 

68 <223> OTHER INFORMATION: X dt position 29 is Gly or is tjbsent 
71 ;400> SEQUENCE: 2 

7:-l His A1..-1 Glu Gly J'lir Phe Thr Ser Asp Val Ser Sor Tyr T.eu Glu Gly 



JJU) 



file://C:\CRF3\Outholcl^VsrI383789Alitm 1 2/28/00 



Jr^age z or 4 



RAW SEQUENCE LISTING DAilJ: 12/28/^000 

l-ATbNT Al^i^lJCA.TION: US/09/383 , 789A TIML; 08:Ub:'17 

ini.ut SiM : A:\X-120L3.txt r-fc r^>S*-iH j 

Output .^:.>t: N:\CRF3\12282000\l383789A.raw Rt^QtB^vEO 

74 1 ^ .10 ^ ^ 15 

76 Gin Ala Ala Lys Glu Phe lie Ala Trp Leu Val Xaa Xaa 

79 ■■:21'-i> i;t:0 UO: : 
ftO ^^li^ LLMiVlH: 

92 <.2U> UKGAN.lSk<^Art.:£ j.oi ji/lJr)krio,v 

84 <220> FKATUFK 

85 <2 2i> rJAMhyh'h.y : PLL^'i tOIi 

86 <2 22> LOCATIOr/; (19).. (19) 

87 -;22^> OTHLt' INhOKMATION : X dt position 19 is L'/s or Arq . 
90 <4n(j> ShQUh'NCK: 3 

93 Ala eUu Glv 'I !ir Pho 'i'fir Se.r Asp Val Ser. Sor Tyr Leu Glu Gl.v Gin 
y 1 ' ^3 10 15 

^^^> 9 5 Ala Ala Xaa Glu Phe lie Ala Trp Leu Val Lys Gly Arg 

20 25 




TECHCENTEF^! 





98 <210> SfQ ID NO: 

99 <211> LENGTH: 31 
inO <212> TYPF: PRT 

101 < 2 1 3 > 0 RG A N ) S il ( Ar 1 1 f i c i a 1 /U n k n o wn 

10 3 <220> Fr•;^T^^KV: 

.104 ^221> NAl-IE/KEY: ni 1 s rlTedtlire " 

10^ <222-> LOCATION: ()..() j 

100 <223> OTHIvP IHFORMATION: DGscription ot ArLificidl Sequence 
109 ■^4 0a> Sii:OUENCK: 4 ' 

111 His Val Glu Gly Thr Piie Thr Ser Asp Val. Ser Ser Tyr Leu Glu Gly 

112 1 '5 10 15 
:n.4 Gin Ala Ala Lys Glu Pi\G Tie Ala Trp Leu Val Lys Gly Kxq Gly 
115 20 25 30 



file://C:\CRF3\Outhold^.VsrI383789A.htm 12/28/00 



VERIFICATION SUMMARY 

LJAIh-'fl'I AlJpLICATlOrJ : US/09/3 83 , 7 89 A 



riMt; 08:06:48 



L:-tH M 
h: VI i; 

h ."i !■: 



^41 



inpuL t : 
output Sf't: 



A:\X-12013,tXt 

N:\CRf 3\12282000\I38 378S)A. raw 



(41)) " n " 
(46) "XI " 



or "X'Jj" utu'd/ 

or " Xaa " used , 

or *' Xaa" iiSt-Hl , 

or "Xjd" iisoa. 



foj. SFJO 1D« : I 

for Si;0 JD^ : I 

for ShO [Oi? :2 

tor SLQ iOi^ : 3 



tile:,7C:\CRF3\Outholcr\Vsii383789A.htm 



12/28/00 



